Four representative structures of the unbound Kt-U4 RNA observed during the LES-MD simulations are presented in pdb file format. The snapshots were taken from trajectories of one copy, the other three copies of each LES region following similar trajectories. Additionally, an AMBER topology file of the free Kt-U4 is intended for the correct visualization of the structures. For visualization we recommend the VMD program (http://www.ks.uiuc.edu/Research/vmd/) and a two stage loading: using both the parameter (topology) and coordinate files (pdb).
